Key indicators: single-crystal X-ray study; T = 298 K; mean (C-C) = 0.004 Å; R factor = 0.031; wR factor = 0.072; data-to-parameter ratio = 20.4.
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Comment
The hybrid bidentate phosphine 2-aminophenyldiphenylphosphine was shown to be both a versatile ligand (Cooper et al., 1992; Li et al., 2007; Speiser et al., 2005) , forming amino and amido (deprotonated amino) complexes with the later transition metals (Cooper & Downes, 1981; Organ et al., 1984; Wang & Jin, 2005; Zhang et al., 2007) , and a useful precursor to novel polydenate and macrocyclic ligands (Cooper et al., 1992) . During the reaction between 2-aminophenyldiphenylphosphine and 2-benzoyl-N-methylimidazole to prepare imine complexes, the title compound was obtained unexpectedly, and we report herein its crystal structure.
The asymmetric unit of the title compound ( Fig. 1) contains two tetraalkylphosphonium cations and two I -anions. The P atoms are four-coordinated in distorted tetrahedral configurations (Table 1) by three phenyl and one methyl C atoms. There is a weak intramolecular N-H···I contact (Table 2 ).
In the crystal structure, the weak intermolecular N-H···I contacts (Table 2 and Fig. 2 ) may be effective in the stabilization of the structure.
Experimental
The title compound was obtained unexpectedly by the following procedure: 2-aminophenyltriphenylphosphium (8.9 mmol) and 2-benzoyl-N-methylimidazole (8.9 mmol) were dissolved in dry methanol (30 ml) contained in a two necked round bottom flask (50 ml), an oil bubber connected to a nitrogen source, and a magnetic stir bar. A few drops of acetic acid was added. After refluxing for 8 h, solvent removal left a viscous oil. The oil was dissolved in ethanol. The resulting yellow single crystals suitable for X-ray analysis were collected by filtration.
Refinement
H atoms were positioned geometrically, with N-H = 0.86Å (for NH 2 ) and C-H = 0.93 and 0.96Å for aromatic and methyl H atoms, respectively, and constrained to ride on their parent atoms with U iso (H) = xU eq (C,N), where x = 1.5 for methyl H and x = 1.2 for all other H atoms.
Figures Fig. 1 . The molecular structure of the title molecule, with the atom-numbering scheme. Displacement ellipsoids are drawn at the 50% probability level.
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